ABSTRACT Erwinia amylovora is the causal agent of fire blight, a devastating disease affecting some plants of the Rosaceae family. We isolated bacteriophages from samples collected from infected apple and pear trees along the Wasatch Front in Utah. We announce 19 high-quality complete genome sequences of E. amylovora bacteriophages.
assembled using Newbler version 2.9 (Roche Diagnostics, Branford, CT) and Consed (4) for 454 pyrosequencing reads or Geneious version R8 (5) for Illumina reads. Assembled genomes were annotated using DNA Master (6) and other programs as described previously (7, 8) .
The 19 phages fell into five distinct clusters according to genomic analysis. The first group included the jumbo myoviruses vB_EamM_Deimos-Minion, vB_EamM_RAY, vB_EamM_Simmy50, and vB_EamM_Special G, which share a minimum of 97.2% average nucleotide identity to one another. The second group included two jumbo myoviruses, vB_EamM_RisingSun and vB_EamM_Joad, which differ by only two putative gene products. The third group included diverse jumbo myoviruses vB_EamM_Caitlin, vB_EamM_ChrisDB, vB_EamM_EarlPhillipIV, vB_EamM_Huxley, vB_EamM_Kwan, vB_EamM_ Machina, vB_EamM_Parshik, vB_EamM_Phobos, and vB_EamM_Stratton, which share a minimum of 50.5% average nucleotide identity. An additional jumbo myovirus, vB_EamM_Yoloswag, did not have any close phage relatives. Podovirus phages vB_EamP_Frozen, vB_EamP_Gutmeister, and vB_EamP_Rexella share at least 97.2% average nucleotide identity. The four jumbo myovirus groups package DNA by headful packaging based on homology of their putative terminase genes to the phiKZ terminase (9) . Three of these genomically permuted myovirus groups were assigned their base pair (bp) 1 by alignment to previously published genomes by use of BLASTN (10) and Gepard (11) (Ea35-70 for the Deimos-Minion group [12] , EL [13, 14] for the RisingSun group, and SPN3US [15] for the Caitlin group). vB_EamM_Yoloswag shared very little DNA homology with any other phage; therefore, its bp 1 was assigned to position its putative terminase at the beginning of the genome. The podovirus group genomes were assigned bp 1 by their relation to N4, in terms of both terminase similarity and whole-genome alignment, suggesting they have small terminal repeats. Accession number(s). GenBank accession numbers for the 19 Erwinia bacteriophages are listed in Table 1 .
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